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FIG. 1B Coding sequence of the first 127 amino acids 

of protein D and multiple cloning site. The signal 
sequence is underlined. 
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The amino acid sequence of Figure 1 relates to Seq. ID no. 7 and the 
nucleic acid of sequence of Figure 1 relates to Seq. ID no . 6. 



FIG. 2A 



The DNA and amino acid sequences of Nef-HishTat-His;-Nef-XatrHisfiision and 
mutated Tat is illustrated. 

Pichia-expressed constructs (plain constructs) 
=> Nef-HIS 

DNA sequence (Seq. ID. No. 8) 

ATGGGTGGCAAGTGGTCAAAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGA 
ATGAGACGAGCTGAGCCAGCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAA 
AAACATG<^GCAATCACAAGTAGCAATACAGCZAGCTACCAATGCTGCriTGTGCCTG<j 
CTAGAAGCACAAGAGGAGGAGGAGGTGGGTTTT CCAGT CACAC CTCAGGTAC CTTTA 
AG AC CAATGACTT ACAAGG CAG CT GT AGAT CTT AGC CACTTTTT AAAAGAAAAGGGG 
GG ACT GGAAGGG CTAATT CACT C C CAAC G AAGACAAG ATAT C CTT GAT CT GT GG AT C 
TACCACACACAAGGCTACTTCCCTGATTGGCAGAACTACAC^CCAGGGCCAGGOGTC 
AGAT AT C CACTGACCTTTGGATGGTGCTACAAG CTAGTAC CAGTTGAGC CAGATAAG 
GTAGAAGAGGCCAATAAAGGAGAGAACACCAGCTTGTTACACCCTGTGAGCCTGCAT 
GGAATGGATGACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCA 
TTTCATCACGTGGCCCGAGAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGGC 
CACCATCACCATCACCATTAA 

Protein sequence(Seq. ID. No. 9) 



MGGKWS KS S WGWPTVRERMRRAE P AADGVGAAS RDLEKHGAI TS SNTAATNAACAW 
LEAQEEEEVGFPVTPQVPLRPMTYKAAVDIiSHFLKEKGGIiEGLIHSQRRQDILDIiWI 
YHTQGYFPDWQNYTPGPGWYPLTFGWCYKLVPVEPDKVEEANKGElTrSIiLHPVSLiH 
GMD.DPEREVLEWRFDSRLAFHHVARELHPEYFKNCTSGHHHHHH . 



=> Tat -HIS 

DNA sequence (Seq. ID. No. 10) 



ATGGAGCCAGTAGATCCTAGACTAGAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAA 
ACTGCTTGTACGAATTGCTATTGTAAAAAGTGTTGCTTTCATTGCCAAGTTTGTTTC 
AT AACAAAAG C CTT AGG CAT CT C CT ATGG CAGG AAG AAGCGGAGACAG CGACGAAGA 
C CT C CT CAAGG CAGT CAG AC T CAT CAAGTTT CT CT AT CAAAG CAAC C CAC CT C C CAA 



FIG. 2B 

TCCCGAGGGGACCCGACAGGCCCGAAGGAAACTAGTGGCCACCATCACCATCACCAT 
TAA 



Protein sequence (Seq. ID. No. 11) 

MEPVDPRIiEPWKHPGSQPKTACTNCY CKKCCFHCQVCF ITKALGI S YGRKKRRQRRR 
PPQGSQTHQVSLSKQPTSQSRGDPTGPKETSGHHHHHH. 



Nef- Tat - HIS 

DNA sequence (Seq. ID. No. 12) 

ATGGGTGGCAAGTGGTCAAAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGA 
ATGAGACGAGCTGAGCCAGCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAA 
AAACATGGAGCAATCACAAGTAGCAATACAGCAGCTACCAATGCTGCTTGTGCCTGG 
CTAGAAGCACAAGAGGAGGAGGAGGTGGGTTTTCCAGTCACACCTCAGGTACCTTTA 
AGACCAATGACTTACAAGGCAGCTGTAGATCTTAGCC^CTTTTTAAAAGAAAAGGGG 
GGACTGGAAGGGCTAATTCACTCCCAACGAAGACAAGATATCCTTGATCTGTGGATC 
TACCACACACAAGGCTACTTCCCTGATTGGCAGAACTACACACCAGGGCCAGGGGTC 
AGATATCCACTGACCTTTGGATGGTGCTACAAGCTAGTACCAGTTGAGCCAGATAAG 
GTAGAAGAGGCCAATAAAGGAGAGAACACCAGCTTGTTACACCCTGTGAGCCTGCAT 
GGAATGGATGACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCA 
TTTCATCACGTGGCCCGAGAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGAG 
CCAGTAGATCCTTAGACTAGAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAAACTGCT 

AAAG C CTTAGGCAT CT C CT ATGG CAGGAAGAAG CGGAGACAGCG ACGAAG AC CT C CT 
CAAGG CAGT CAGACT CAT CAAGTTT CT CT AT CAAAG CAAC CCAC CT C C CAAT C C CG A 
GGGGACCCGACAGGCCCGAAGGAAACTAGTGGCCACCATCACCATCACCATTAA 

Protein sequence (Seq. ID. No. 13) 



MGGKWS KS SWGWPTVRERMRRAE PAADGVGAASRDLEKHGAITS SNTAATNAACAW 
LEAQEEEEVGFPVTPQVPIJIPMTYKAAVDIiSHFLKEKGGL.EGLIHSQRRQDILDLWI 
YHTQGYFPDWQNYTPGPGWYPLTFGWCYKLVPVEPDKVEEANKGENTSLLHPVSLH 
GMDDPEREVLEWRFDSRLAFHHVAP^IJIPEYFKNCTSEPVDPRLEPWKHPGSQPKTA 
CTNCYCKKCCFHCQVCFITKALGISYGRKKRRQRRRPPQGSQTHQVSLSKQPTSQSR 
GDPTGPKETSGHHHHHH. 



E.coli-expressed c nstructs (fusion constructs) 



=> LipoD-Nef-HIS 




FIG. 2C 

DNA sequence (Seq. ID. No. 14) 

Nucleotides corresponding to the Prot D Fusion Partner are in bold" 
The Lipidation Signal Sequence is underlined. After processing, the cysteine 
coded by the TGT codon, indicated with a star, becomes the amino terminal 
residue which is then modified by covalently bound fatty acids. 

ATGGATCCAAAAACTTTAGCCCTTTCTTTATTAGCAGCTGGCGTACTAGCZAGGTT GT 
AG CAG C CATT CAT CAAAT AT GG C G AAT A C C CAAAT GAAAT CAGAC AAAAT CATT ATT 
GCTCACCGTGGTGCTAGCGGTTATTTAC CAGAGCATAC GTTAGAATCTAAAGCACTT 
GCTTTTGCACAACAGGCTGATTATTTAGAGCAAGATTTAGCAATGACTAAGGATGGT 
CGTTTAGTGGTTATTCACGATCACTTTTTAGATGGCTTGACTGATGTTGCGAAAAAA 
TTCCCACATCGTCATCGTAAAGATGGCCGTTACTATGTCATCGACTTTACCTTAAAA 
GAAATTC AAAGTTT AGAAAT GAC AGAAAACTTT GAAAC C ATGGGTGGCAAGT GGT CA 
AAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGAATGAGACGAGCTGAGCCA 
GCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAAAAACATGGAGCAATCACA 
AGTAGCAATACAGCAGCTACCAATGCTGCTTGTGCCTGGCTAGAAGCACAAGAGGAG 
GAGGAGGTGGGTTTTCCAGTCACACCTCAGGTACCTTTAAGACCAATGACTTACAAG 
GCAGCTGTAGATCTTAGCCACTTTTTAAAAGAAAAGGGGGGACTGGAAGGGCTAATT 
CACT C C CAACGAAGACAAGAT AT C CTTGAT CT GTGG AT C T ACCACACACAAGGCT AC 
TTCCCTGATTGGCAGAACTACACACCAGGGCCAGGGGTCAGATATCCACTGACCTTT 
GGATGGTGCTACAAGCTAGTACCAGTTGAGCCAGATAAGGTAGAAGAGGCCAATAAA 
GGAGAGAACACCAGCTTGTTACACCCTGTGAGCCTGCATGGAATGGATGACCCTGAG 
AGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCATTTCATCACGTGGCCCGA 
GAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGGCCACCATCACCATCIACCAT 
TAA 

Protein sequence of the processed lipidated ProtD-Nef-HIS protein (Seq. ID. No. 15) 
(Amino-acids corresponding to Prot D fusion partner are in bold) 



CSSHS SNMANTQMKSDKT. IIAHRGASGYLPEHTLESKALAFAQQADYLEQDLAMTKD 
GRL WIHDHFL.D GLTDVAE^FPHRHRKDGRYYVID FTLKEIQ S L.EMTENFETMGGKW 
SKSSWGWPTVRERMRRAEPAADGVGAASRCLEKHGAITSSNTAATNAACAWIjEAQE 
EEEVGFPVTPQVPL.RPMTYKAAVDLSHFLKEKGGLEGLIHSQRRQDIL.DLWIYHTQG 
YFPDWQNYTPGPGVRYPLTFGWCYKLVPVEPDKVEEANKGENTSLLHPVSLHGMDDP 
EREVLEWRFDSRliAFHHVARELHPEYFKNCTSGHHHHHH . 



=> LipoD-Nef-Tat-HIS 

DNA sequence (Seq. ID. No. 16) 



FIG. 2D 

Nucleotides corresponding to the Prot D Fusion Partner are in bold. 
The L ipidation Signal Se quence is underlined. After processing, the cysteine 
coded by the TGT codon, indicated with a star, becomes the~a~mino~terminal — 
residue which is then modified by covalently bound fatty acids. 

* 

ATGGATCCAAAAACTTTAGCCCTTTCTTTATTAGCAGCTGGCGTACTAGCAGGT TGT 
AGCAG C CATT CAT CAAATATG G C GAATAC C CAAAT GAAAT CAGACAAAAT CATT ATT 
GCTCACCGTGGTGCTAGCGGTTATTTACCAGAGCATACGTTAGAATCTAAAGCACTT 
GCGTTTGCACAACAGGCTGATTATTTAGAGCAAGATTTAGCAATGACTAAGGATGGT 
CGTTTAGTGGTTATTCACGATCACTTTTTAGATGGCTTGACTGATGTTGCGAAAAAA 
TTCCCACATCGTCATCGTAAAGATGGCCGTTACTATGTCATCGACTTTACCTTAAAA 
GAAATTCAAAGTTTAGAAATGACAGAAAACTTTGAAACCATGGGTGGCAAGTGGTCA 
AAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGAATGAGACGAGCTGAGCCA 
GCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAAAAACATGGAGCAATCACA 
AGTAGCAATACAGCAGCTACCZAATGCTGCTTGTGCCTGGCTAGAAGCACAAGAGGAG 
GAGGAGGTGGGTTTTCCAGTCACACCTCAGGTACCTTTAAGACCAATGACTTACAAG 
GCAGCTGTAGATCTTAGCCACTTTTTAAAAGAAAAGGGGGGACTGGAAGGGCTAATT 
CACT C C CAACG AAG ACAAG AT AT C CTTG ATCTGTGGAT CT AC CACACACAAGGCT AC 
TTCCCTGATTGGCAGAACTACACACCAGGGCCAGGGGTCAGATATCCACTGACCTTT 
GGATGGTGCTACAAGCTAGTACCAGTTGAGCCAGATAAGGTAGAAGAGGCCAATAAA 
GGAGAGAACACCAGCTTGTTACACCCTGTGAGCCTGCATGGAATGGATGACCCTGAG 
AGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCATTTCATCACGTGGCCCGA 
GAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGAGCCAGTAGATCCTAGACTA 
GAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAAACTGCTTGTACCAATTGCTATTGT 
AAAAAGTGTTGCrTTCATTGCCAAGTTTGTTTCATAACAAAAGCCTTAGGCATCITCC 
TATGGCAGGAAGAAGCGGAGACAGCGACGAAGACCTCCTCAAGGCAGTCAGACTCAT 
CAAGTTTCTCTATCAAAGCAACCCACCTCCCAATCCCGAGGGGACCCGACAGGCCCG 
AAGGAAACTAGTGGC CACCATCACCATCACCATTAA 



Protein sequence of the processed lipidated ProtD-NEF-TAT-HIS protein (Seq. ID. No. 
Ill 

(Amino-acids corresponding to Prot D fusion partner are in bold) 

CS5HS SNMANTQMKSDKI IIAHRGAS GYLPEHTLESKALAF AQQAD YLEQDLAMTXD 
GRLVVIHDHFLDGLTDVAKKFPHRHRKDGRYYVIDFTLKEIQSLEMTENFETMGGKW 
SKSSWGWPTVRERMRRAE PAADGVGAASRDLEKHGAI TS SNTAATNAACAWLEAQE 
EEEVGFPVTPQVPLRPMTYKAAVDLSHFLKEKGGLEGLIHSQRRQDILDLWIYHTQG 
YFPDWQNYTPGPGWYPLTFGWCYKLVPVEPDKVEEANKGENTSLLHPVSLHGMDDP 
EREVLEVniFDSRLAFHHVARELHPEYFKNCTSEPVDPRLEPWKHPGSQPKTACTNCY 
CKKCCFHCQVCFITKALGISYGRKKRRQRRRPPQGSQTHQVSLSKQPTSQSRGDPTG 
PKETSGHHHHHH . 



j^ ProlD-Nef-HlS 



FIG. 2E 



DNA sequence (Seq. ID. No. 18) 

Nucleotides corresponding to the Prot D Fusion Partner are in bold. 

ATGGATCCAAGCAGC CATT CATCAAATATGGCGAATAC C CAAATGAAAT CAGACAAA 
ATCATTATTGCTCACCGTGGTGCTAGCGGTTATTTACCAGAGCATACGTTAGAATCT 
AAAGCACTTGCGTTTGCACAACAGGCTGATTATTTAGAGCAAGATTTAGCAATGACT 
AAGGATGGTCGTTTAGTGGTTATTCACGATCACTTTTTAGATGGCTTGACTGATGTT 
GCGAAAAAATTCCCACATCGTCATCGTAAAGATGGCCGTTACTATGTCATCGACTTT 
ACCTTAAAAGAAATTCAAAGTTTAGAAATGACAGAAAACTTTGAAACCATGGGTGGC 
AAGTGGTCAAAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGAATGAGACGA 
GCTGAGCCAGCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAAAAACATGGA 
GCAATCACAAGTAGCAATACAGCAGCTACCAATGCTGCTTGTGCCTGGCTAGAAGCA 
CAAGAGGAGGAGGAGGTGGGTTTTCCAGTCACACCTCAGGTACCTTTAAGACCAATG 
ACTTACAAGGCAGCTGTAGATCTTAGCCACTTTTTAAAAGAAAAGGGGGGACTGGAA 
GGG CT AATTCACT C CC AACGAAG ACAAGAT AT C CTTGAT CTGTGGATCTACCACACA 
CAAGGCTACTTCCCTGATTGGCAGAACTACACACCAGGGCCAGGGGTCAGATATCCA 
CTGACCTTTGGATGGTGCTACAAGCTAGTACCAGTTGAGCCAGATAAGGTAGAAGAG 
GCCAATAAAGGAGAGAACACCAGCTTGTTACACCCTGTGAGCCTGCATGGAATGGAT 
GACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCATTTCATCAC 
GTGGCCCGAGAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGGCCACCATCAC 
CATCACCATTAA 



Protein sequence (Seq. ID. No. 19) 

(Ammo-acids corresponding to Prot D fusion partner are in bold) 

MDPSSHSSNMANTQMKSDKIIIAHRGASGYLPEHTLESKALAFAQQADYL 

EQDLAMTKDGRLVVIHDHFLDGLTDVAKKFPHRHRKDGRYYVIDFTLK 

EIQSLEMTENFETMGGKWSKSSVVGWPTVRERMRRAEPAADGVGAASRDL 

EKHGAITSSNTAATNAACAWLEAQEEEEVGFPVTPQVPLRPMTYKAAVDLSH 

FLKEKGGLEGLIHSQRRQDILDLWIYHTQGYFPDWQNYTPGPGVRYPLTFGW 

CYKLWVEPDKVEEANKGENTSLLHPVSLHGMDDPEREVLEWRFDSRLAFH 

HVARELHPEYFKNCTSGHHHHHH . 



ProtD-Nef'Tat-HIS 



DNA sequence (Seq. ID. No. 20) 



FIG. 2F 

Nucleotides corresponding to the Prot D Fusion Partner are in bold. 

ATGGATCCAAGGAWCATTCAT 

ATCATTATTGCTCACCGTGGTGCTAGCGGTTATTTACCAGAGCATACGTTAGAATCT 
AAAGCACTTGCGTTTGCACAACAGGCTGATTATTTAGAGCAAGATTTAGCAATGACT 
AAGGATGGTCGTTTAGTGGTTATTCACGATCAC TTTT TAGATGGCTTGACTGATGTT 
GCGAAAAAATTCCCACATCGTCATCGTAAAGATGGCCGTTACTATGTCATCGACTTT 
AC CTTAAAAGAAATTCAAAGTTTAGAAATGACAGAAAACTTTGAAAC CATGGGTGGC 
AAGTGGTCAAAAAGTAGTGTGGTTGGATGGCCTACTGTAAGGGAAAGAATGAGACGA 
GCTGAGCCAGCAGCAGATGGGGTGGGAGCAGCATCTCGAGACCTGGAAAAACATGGA 
GCAATCACAAGTAGCAATACAGCAGCTACCAATGCTGCTTGTGCCTGGCTAGAAGCA 
CAAG AGG AGGAGG AGGT GGGTTTT C CAGT CACAC CT CAGGT AC CTTT AAGAC CAATG 
ACrTACAAGGCAGCTGTAGATCTTAGCCACTTTTTAAAAGAAAAGGGGGGACTGGAA 
GGGCTAATTCACTCCCAACGAAGACAAGATATCCTTGATCTGTGGATCTACCACACA 
CAAGGCTACTTCCCTGATTGGCAGAACTACACACCAGGGCCAGGGGTCAGATATCCA 
CTGACCTTTGGATGGTGCTACAAGCTAGTACCAGTTGAGCCAGATAAGGTAGAAGAG 
G C CAAT AAAGG AGAGAACAC CAGCTTGTT ACAC C CTGTG AG C CTG CATGGAATGGAT 
GACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAGCCGCCTAGCATTTCATCAC 
GTGGCCCGAGAGCTGCATCCGGAGTACTTCAAGAACTGCACTAGTGAGCCAGTAGAT 
CCTAGACTAGAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAAACTGCTTGTACCAAT 
TGCTATTGTAAAAAGTGTTGCTTTCATTGCCAAGTTTGTTTCATAACAAAAGCCTTA 
GG CAT CT C CTATGG CAGGAAGAAGC GGAGACAGCGACG AAGAC CT CCT CAAGGCAGT 
CAGACTCATCAAGTTTCTCTATCAAAGCAACCCACCTCCCAATCCCGAGGGGACCCG 
ACAGGCCCGAAGGAAACTAGTGGCCACCATCACCATCACCATTAA 



Protein sequence (Seq. ID. No. 21) 

(Amino-acids corresponding to Prot D fusion partner are in bold) 

MDPSSHS SNMANTQMKSDKIIIAHRGASGYLPEHTLESICAIiAFAQQADyLEQDLAMT 
KDGRLVVIEDHFLDGLTDVAKKFPHRHRKDGRYYVTDFTLKEIQSIjEMTENFETMGG 

KW S KS SWGWPTVRE RMRRAE P AADGVG AAS RD IjE KHGAI T S SNT AATNAACAWLEA 
QEEEEVGFPVTPQVPIiRPNrrYKAAVDLSHFLKEKGGLEGLIHSQRRQDILDLWIYHT 
QGYFPDWQNYTPGPGVRYPLTFGWCYKLVPVEPDKVEEANKGENTSLLHPVSLHGMD 
DPEREVLEWRFDSRIiAFHHVARELHPEYFKNCTSEPVDPRLEPWKHPGSQPKTACTN 
CYCKKCCFHCQVCFITKALGISYGRKKRRQRRRPPQGSQTHQVSLSKQPTSQSRGDP 
TGPKETSGHHHHHH . 



=> Tat-MUTANT-HIS 



DNA sequence (Seq. ID. No. 22) 



FIG. 2G 



ATGGAGCCAGTAGATCCTAGACTAGAGCCCTGGAAGCATC 4 0 

— CAGGAAGTGAGC CTAAAACTG CTTGTACCAATXGCTA TTG 8 0 

TAAAAAGTGTTGCTTTCATTGCCAAGTTTGTTTCATAACA 12 0 

GCTGCCTTAGGCATCTCCTATGGCAGGAAGAAGCGGAGAC ISO 

AGCGACGAAGACCTCCTCAAGGCAGTCAGACTCATCAAGT 2 0 0 

TTCTCTATCAAAGCAACCCACCTCCCAATCCAAAGGGGAG 24 0 

CCGACAG G CC CGAAGGAAACT AGTGG C CAC CAT CAC CAT C 280 

ACCATTAA 288 



Protein sequencefSeq. ID. No. 23) 

Mutated amino-acids in Tat sequences are in bold. 

MEPVDPRIiEPWKHPGSQPKTACTNCYCKKCCFHCQVCFIT 4 0 
AALGI SYGRKKRRQRRRPPQGSQTHQVSLSKQPTSQSKGE 8 0 
PTGPKETS GHHHHHH . 9 5 



=>Nef- Tat-Mutant-HIS 

DNA sequence(Seq. ID. No. 24) 

ATGGGTGGCAAGTGGTCAAAAAGTAGTGTGGTTGGATGGC 4 0 
CTACTGTAAGGGAAAGAATGAGACGAGCTGAGCCAGCAGC 8 0 
AGATGGGGTGGGAG CAGCATCT CG AGAC CTGG AAAAACAT 120 
GGAGCAATCACAAGTAGCAATACAGCAGCTACCAATGCTG 160 
CTTGTGCCTGGCTAGAAGCACAAGAGGAGGAGGAGGTGGG 2 00 
TTTTC CAGT CACACCT CAGGT AC CTTTAAGAC CAATGACT 240 
TACAAGGCAGCTGTAG AT CTTAGC CACTTTTTAAAAGAAA 2 8 0 
AGGGGGGACTGGAAGGGCTAATTCACTCCCAACGAAGACA 320 
AGATAT CCTTGAT CTGTGGATCT ACCACACACAAGGCTAC 3 60 
TTCCCTGATTGGCAGAACTACACACCAGGGCCAGGGGTCA 4 00 
GATATCCACTGACCTTTGGATGGTGCTACAAGCTAGTACC 44 0 
AGTTGAGCCAGATAAGGTAGAAGAGGCCAATAAAGGAGAG 48 0 
AACACCAGCTTGTTACACCCTGTGAGCCTGCATGGAATGG 520 
ATGACCCTGAGAGAGAAGTGTTAGAGTGGAGGTTTGACAG 56 0 
CCGCCTAGCATTTCATCACGTGGCCCGAGAGCTGCATCCG 6 00 
GAGTACTTCAAGAACTGCACTAGTGAGCCAGTAGATCCTA 64 0 
GACTAGAGCCCTGGAAGCATCCAGGAAGTCAGCCTAAAAC 6 8 0 
TGCTTGTACCAATTGCTATTGTAAAAAGTGTTGCTTTCAT 720 
TGCCAAGTTTGTTTCATAACAGCTGCCTTAGGCATCTCCT 76 0 
ATGGCAGGAAGAAGCGGAGACAGCGACGAAGACCTCCTCA 80 0 
AGG CAGT CAGACT CAT CAAGTTT C T CT AT CAAAG CAA C C C 84 0 
ACCTCCCAATCCAAAGGGGAGCCGACAGGCCCGAAGGAAA 880 
CTAGTGGCCAC CATCACCAT CACCATTAA 90 9 



FIG. 2H 



Protein sequence (Seq. ID. No. 25) 

Mutated amino-acids in Tat sequence are in bold. 

MGGKWSKSSWGWPTVRERMRRAEPAADGVGAASRDLEKH 40 

GAITS SNTAATNAACAWLEAQEEEEVGFPVTPQVPLRPMT 8 0 

YKAAVDLSHFLKEKGGLtEGL IHSQRRQD I LDLWI YHTQGY 12 0 

F PDWQNYT PGPGYRYPLTFGWCYKLVP VE PDKVEEANKGE 16 0 

NTS LIjHPVSIiHGMDD PEREVLEWRFD S RIAFHHVARELiHP 2 00 

EYFKNCTSEPVDPRIiEPWKHPGSQPKTACTNCYCKKCCFH 24 0 

CQVCFITAALGISYGRKKRRQRRRPPQGSQTHQVSLSKQP 2 80 

TSQSKGEPTGPKETSGHHHHHH . 3 02 
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FIG. 5 SDS-PAGE: Nef-Tat-his fusion protein 
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Coomassie blue G250 



1: MW (175/83/62,5/47,5/32,5/25/16,5/6,5 kDa) 

2: TNH/23 SP eluate (4 ug) 

3: TNH/23 Superdex200 eluate (4 ug) 

4: TNH/23 Purified bulk (4 ug) 

5: TNH/22 Purified bulk (4 ug) 

6: TNH/23 Purified bulk (4 ug) / non reducing conditions 
7: TNH/22 Purified bulk (4 ug) / non reducing conditions 
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FIG. 8 Cell binding assay 
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